
A

�
�
�

��
�−2

−1

0

1

−2 −1 0 1 2
PCO 1

Variation explained 40.68%

P
C

O
 2

Va
ria

tio
n 

ex
pl

ai
ne

d 
23

.9
2% Replicates

� BioRep1

BioRep2

BioRep3

BioRep4

Strain

���

�� �

−1.0

−0.5

0.0

0.5

1.0

−1 0 1
PCO 1

Variation explained 47.08%

P
C

O
 2

Va
ria

tio
n 

ex
pl

ai
ne

d 
12

.4
2%

Replicates
� BioRep2

BioRep3

BioRep4

Strain

B

�

� �

�

�

�

−1

0

1

−2 −1 0 1
PCO 1

Variation explained 23.17%

P
C

O
 2

Va
ria

tio
n 

ex
pl

ai
ne

d 
9.

19
%

Replicates
� BioRep1

BioRep2

BioRep3

Strain
TT8

WS

C

●●

●●

−0.50

−0.25

0.00

0.25

0.50

−0
.4

−0
.2 0.0 0.2

PC 1 loadings
Variation explained 73.88%

P
C

 2
 lo

ad
in

gs
Va

ria
tio

n 
ex

pl
ai

ne
d 

16
.7

7%

Replicates
● BioRep1

BioRep2

Strain
TT8

WS

D

Supplemental Figure S1

Supplemental Figure S1. Exploratory data analysis. Ordination plots using principal coordinates analysis depicting 
similarity in metabolic profiles within biological replicates and differences between genotypes in (A) tt8 (Ws) and WT (Ws), (B) 
tt8 (Ws) and WT (Ws) after removing one outlier (BioRep1) biological replicate from each genotype, and (C) tt8 (Ler) and WT 
(Ler). Orange and blue shaded points represent tt8 and wild-type, respectively. (D) Principal components analysis of microar-
ray-based gene expression profiles of tt8 (Ws) and WT (Ws).
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